[Genetic connections between some species of Mytilidae (Mollusca: Bivalvia) from the northern part of the Pacific Ocean].
In 1978 and 1999, seven and eight species of Mytilidae (Mollusca: Bivalvia) were analyzed using gel electrophoresis. Mean heterozygosity per individual (Hobs and Hexp) and genetic distances (Rogers' DR, Nei's DN, and others) were estimated for 21 and 24 allozyme loci. Mytilus modiolus had the highest variation among the species examined. Genetic distances were lowest for the M. trossulus-M. galloprovincialis species pair: DR = 0.147, DN = 0.078. Overall, five species of the genera Mytilus and Crenomytilus were genetically closer to each other (DR = 0.147, DN = 0.078) than to the remaining three species of this group (DR = 0.807, DN = 2.243). The relationships among the species were examined using cluster analysis and parsimony methods. The densest clusters in the dendrograms consisted of (1) M. trossulus and M. galloprovincialis and (2) M. coruscus, M. californianus, and M. grayanus. These two clusters form a larger cluster (3), which comprises all representatives of the nominal genus Mutilus and C. grayanus. The Mytilus-Crenomytilus cluster is consecutively joined by Adula falcatoides, Mytilus modiolus, and Septifer keenae. According to Nei's genetic distances DN, the time of divergence between M. trossulus and M. galloprovincialis is 0.8-1.6 Myr; between M. californianus and C. grayanus, it is approximately 9 Myr; and between M. coruscus and the latter pair, it is 13 Myr before present. Two representatives of the Mytilus ex gr. edulis complex diverged from the Mytilus-Crenomytilus group of large-size Pacific species about 20 Myr ago. These results are in good agreement with paleontological data and indicate a relatively recent origin of the Mytilus ex gr. edulis complex. The results obtained can be used in systematics and phylogeny of modern Mytilidae.